Introduction

59
The green turtle (Chelonia mydas) has a circumglobal distribution and is highly migratory 
171
We sequenced all 162 samples, because short fragments of haplotypes (500-bp) were used 172 in the previous study by Hamabata et al. (2009) . Sequences were compared to previously 173 described haplotypes based on 380-bp, 500-bp, and >700-bp fragments of the mtDNA 
175
( 2006, 2010) , Dutton et al. (2008) , Hamabata et al. (2009 Hamabata et al. ( , 2014 , Nishizawa et al. (2010, 176 
Population genetic analyses
180
Haplotype diversity (h) and nucleotide diversity (π) were estimated for each FG and each Kumano-nada FG). In the Nomaike FG, only one turtle was captured at a SST < 20°C.
194
Therefore, the Nomaike FG was excluded from the former analysis. Annual and seasonal
195
variations were examined by exact tests of population differentiation (Raymond and Genetic data from the three FG examined in this study were also compared by 199 exact tests with data from four other FG around Japan: Yaeyama and Ginoza in the Ryukyus,
200
and Kanto and Sanriku in the eastern Japanese main islands (Nishizawa et al., 2013 (Nishizawa et al., , 2014 .
201
The comparisons were conducted using shorter sequences, truncated to ~380 bp. the difference was absent after correction for multiple comparisons (Table 4) . (the lower limits of 95% probability intervals included zero), in M2M the 95% probability 288 intervals of these rookeries were larger (Fig. 4) . The probability intervals were broader in 289 the M2M of the 50-70-cm SCL classes (Fig. 4) . the differences in predation risk among sizes probably did not cause the bimodality.
356
We speculate that a developmental change, which commonly occurs in green Fig. 4 
